. ChIP-qPCR validation of PPARGC1A, CEBPB, and HSF1 binding sites. ChIP-qPCR was performed with site specific primers selected to represent the range of peak intensities for each factor. Sites are named according to the closest gene; the full set of primers and chromosome coordinates are listed in Supplemental Table S3 . Bar heights represent the qPCR enrichment at each site. Error bars represent the standard deviation of replicate experiments. The dotted line indicates the fold enrichment cutoff used to determine whether a site was enriched or unenriched in the ChIP DNA sample. ChIP-qPCR experiments performed with primers directed against two unbound genomic sites are displayed as a reference (red bars). Figure S2 . nGAAn repeats within PPARGC1A-occupied heat shock elements. Bar heights represent the number of inverted repeats of the consensus sequence nGAAn within matches to the HSE motif identified at PPARGC1A binding sites. Analysis was performed using the program FIMO. Figure S3 . Evolutionary sequence conservation at regulator binding sites. Plots display the mean phastCons conservation scores in the region spanning +/-2 kb from the signal peak for CEBPB, ESRRA, GABP, NR3C1, HNF4A, HSF1, PPARGC1A, and RNA Pol II. The phastCons conservation score (ranging from 0 to 1) represents the probability that a base is in a conserved element. Table S3 . Primer sequences used for ChIP-qPCR validation of PPARGC1A, CEBPB, and HSF1 binding sites. The chromosome coordinates of each amplicon are listed next to each primer pair. Table S4 . Results of functional categorization of PPARGC1A-occupied genes using GOstats. Table S5 . Summary of the results of MEME analysis of DNA sequences occupied by PPARGC1A. Scoring matrices and DNA sequence matches from MEME are listed for motif 1, motif 2, and motif 3 (see Figure 2) . Table S6 . Genomic coordinates of 16,712 multi-RFBRs. Columns for each regulator indicate whether the regulator is (1) or is not (0) bound to the corresponding multi-RFBR. Table S7 . Ranked Illumina gene expression dataset. Expression summaries at 0 h and 6 h time points after forskolin treatment are listed for each Entrez Gene. Table S8 . Regulator occupancy of PPARGC1A-bound multi-RFBRs. Columns for each regulator indicate whether the regulator is (1) or is not (0) bound to the corresponding multi-RFBR. The total number of regulators bound to each multi-RFBR (excluding RNA Pol II) is listed in the last column. Table S9 . Complete set of differentially enriched GO categories among genes occupied by each PPARGC1A-TF pair. Table S10 . Transcriptional regulators in the expanded PPARGC1A regulatory network. Transcriptional regulators were defined based on their inclusion in the GO category 'Regulation of transcription from RNA polymerase II promoter' (GO:0006357). Each factor contains four or more connections to the core network. Columns for each core regulator indicate whether the regulator is (1) or is not (0) bound to the corresponding gene.
